ABSTRACT Proteus mirabilis is a pathogen that has been linked to nosocomial infections. Studies on phages infecting P. mirabilis may provide therapeutics for infections caused by antibiotic-resistant strains of this pathogen. Here, we announce the complete genome sequence of a P. mirabilis myophage, Mydo, which is distantly related to Escherichia coli phage rv5.
phages vB_KpnM_BIS47 (GenBank accession number KY652726) and vB_KpnM_KB57 (GenBank accession number KT934943). Mydo shares 86% and 83% DNA similarity and 230 and 223 proteins (out of 264 total predicted proteins in Mydo) with phage vB_KpnM_BIS47 and phage vB_KpnM_KB57, respectively. With 77 shared proteins (determined via BLASTp; E value, Ͻ0.001), phage Mydo is also distantly related to Escherichia coli phage rv5 (GenBank accession number NC_011041) (18) , placing it within a cluster of large, virulent myophages that infect Gram-negative hosts.
Data availability. The genome sequence of phage Mydo was submitted to GenBank as accession number MK024806. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8771451, and SAMN11234226, respectively.
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